SEQ ID NO: 10 (searched SEQ ID NO: 9, but mismatched, therefore 10) . 



RESULT 8 
HSDANSCA2 

LOCUS HSDANSCA2 4163 bp mRNA PRI 09-JAN- 

1997 

DEFINITION H. sapiens mRNA for SCA2 protein. 
Y08262 

Y08262.1 GI:1770389 
SCA2 gene, 
human . 
ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Euteleostomi; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 4163) 

Imbert,G., Saudou,F., Yvert,G., Devys,D., Trottier,Y., 
Garnier, J.M. , Weber, C, Mandel,J.L., Cancel, G., Abbas, N., 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 



REFERENCE 
AUTHORS 



Duerr , A. , 

TITLE 
locus 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

Of 

FEATURES 

source 



gene 
CDS 



Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 

Cloning of the gene for spinocerebellar ataxia 2 reveals a 

with high sensitivity to expanded CAG/glutamine repeats 

Nat. Genet. 14 (3), 285-291 (1996) 

97051922 

2 (bases 1 to 4163) 

Imbert , G. 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement 

Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 
Location/Qualifiers 
1. .4163 

/organism="Homo sapiens" 

/isolate="DAN patient" 

/db_xref = " taxon : 9606 " 

/cell_line="lymphoblastoid" 

/clone_lib="DAN" 

/dev_s tage=" adult " 

1. .2747 

/gene="SCA2 » 

<1. .2747 

/gene="SCA2 " 

/codon_start=3 

/protein_id="CAA69589 . 1" 

/db_xref ="GI : 1770390" 

/db xref ="SPTREMBL:Q99493" 



/trans la tion= "GNGGGAFRPGSRRLLGLGGPPRPFVWLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 
QQQQQPPPAAANVRKPGGSGLLAS PAAAPS P S S S S VS S S S ATAPS S WAATSGGGRPG 



LGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWGSKCEVQVKNGGIYEGVFKTYSP 



KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 

ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 

DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 

VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 

TSDFNPNSGSDQRVWGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 

SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 

EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 

VLAS PQAG 1 1 PTEAVAMP I PAAS PTPAS PASNRAVTPS S EAKD SRLQDQRQNS PAGNK 

ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 

NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 

VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 

PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 

BASE COUNT 1136 a 1196 c 908 g 923 t 

ORIGIN 



Query Match 94.1%; Score 25.4; DB 9; Length 4163; 

Best Local Similarity 96.3%; Pred. No. 12; 

Matches 26; Conservative 0; Mismatches 1; Indels 0; 
Gaps 0; 

Qy 1 ccccttcgtcgtcctccttctccccct 27 

illllllllllll iiiiiiMiiiii 

Db 68 CCCCTTCGTCGTCGTCCTTCTCCCCCT 94 



SEQ ID NO: 4 



RESULT 1 

HSDANSCA2 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



gene 
CDS 



HSDANSCA2 4163 bp mRNA PRI 09- JAN- 1997 

H. sapiens mRNA for SCA2 protein. 

Y08262 

Y08262.1 GI:1770389 
SCA2 gene . 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 4163) 

Imbert,G., Saudou,F., Yvert,G., Devys,D., Trottier, Y. , 

Gamier, J. M. , Weber, C, Mandel,J.L., Cancel, G., Abbas , N. , Duerr,A. , 

Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 

Cloning of the gene for spinocerebellar ataxia 2 reveals a locus 

with high sensitivity to expanded CAG/glutamine repeats 

Nat. Genet. 14 (3), 285-291 (1996) 

97051922 

2 (bases 1 to 4163) 
Imbert ,G. 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement Of 
Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 

Location/Qualifiers 

1. .4163 

/ organ ism= M Homo sapiens" 

/isolate= M DAN patient" 

/ db_xr e f = " t axon : 9 6 0 6 " 

/cell_line="lymphoblastoid n 

/clone_lib="DAN" 

/ dev_stage= " adult " 

1. .2747 

/gene="SCA2 " 

<1. .2747 

/gene="SCA2 " 

/codon_start-3 

/prot e in_id= " CAA6 9589.1" 

/db_xref="GI : 17703 90" 

/ db_xr e f = " S PTREMB L : Q 9 9 4 9 3 " 

/ translation= "GNGGGAFRPGSRRLLGLGGPPRPFVWLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 
QQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSVSSSSATAPSSWAATSGGGRPG 
LGRGRNSNKGL PQST I SFDGI YANMRMVH I LTSWGS KCE VQVKNGG I YEGVFKT YS P 
KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 
ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 
DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 
VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 
TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 
SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 
E FVSHNPPSEAATPPVARTS PSGGTWS S WSGVPRLS PKTHRPRS PRQNS I GNTPSGP 
VLASPQAGIIPTEAVAMPIPAASPTPASPASNRAVTPSSEAKDSRLQDQRQNSPAGNK 
ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 
NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 
VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 
PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 



BASE COUNT 
ORIGIN 



1136 a 



1196 c 



908 g 



923 t 



Query Match 100.0%; Score 31; DB 

Best Local Similarity 100.0%; Pred. No. 0.65 
Matches 31; Conservative 0; Mismatches 

Qy l ctcggcgggcctccccgccccttcgtcgtcg 31 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

Db 51 CTCGGCGGGCCTCCCCGCCCCTTCGTCGTCG 81 



SEQ ID NO: 5 



RESULT 7 

HSDANSCA2 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



PRI 



09-JAN-1997 



Euteleostomi ; 
Hominidae ; Homo . 



Duerr,A. , 



a locus 



gene 
CDS 



HSDANSCA2 4163 bp mRNA 
H . sapiens mRNA for SCA2 protein. 
Y08262 

Y08262 .1 GI : 1770389 
SCA2 gene . 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Mammalia; Eutheria; Primates; Catarrhini; 

1 (bases 1 to 4163) 

Imbert,G., Saudou,F., Yvert,G., Devys,D., Trottier, Y. , 
Gamier, J. M. , Weber, C, Mandel , J . L . , Cancel, G. # Abbas, N. 
Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 
Cloning of the gene for spinocerebellar ataxia 2 reveals 
with high sensitivity to expanded CAG/glutamine repeats 
Nat. Genet. 14 (3), 285-291 (1996) 
97051922 

2 {bases 1 to 4163) 
Imbert , G. 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement Of 
Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 
Location/Qualifiers 
1. .4163 

/organism="Homo sapiens" 
/isolate="DAN patient" 
/db_xref ="taxon: 9606" 
/cell_line= M lymphoblastoid" 
/clone_lib="DAN" 
/dev_stage= » adult » 
1. .2747 
/gene="SCA2 » 
<1. .2747 
/gene= M SCA2 " 
/codon_start=3 
/protein_id= " CAA6 958 9.1" 
/db_xref= n GI : 1770390" 
/ db_xr e f = " S PTREMBL : Q 9 9 4 9 3 " 

/translati on= " GNGGGAFRPGSRRLLGLGGP PRPFVWLLPLAS PGAP PAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 
QQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSVSSSSATAPSSWAATSGGGRPG 
LGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWGSKCEVQVKNGGIYEGVFKTYSP 
KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 
ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 
DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 
VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 
TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 
SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 
EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 
VLAS PQAGI I P TE AVAMP I PAAS PT P AS P ASNRAVT P S S E AKDSRLQDQRQNS PAGNK 
ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 
NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 
VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 
PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 



BASE COUNT 
ORIGIN 



1136 a 



1196 c 



908 g 



923 t 



Query Match 100.0%; Score 21; DB 9; Length 4163; 

Best Local Similarity 100.0%; Pred. No. 29; 

Matches 21; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 cctccccgccccttcgtcgtc 21 

iiiiiiiiiiiiiiiiiini 

Db 60 CCTCCCCGCCCCTTCGTCGTC 80 



SEQ ID NO: 7 



RESULT 1 

HSDANSCA2 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



Duerr , A. 



a locus 



gene 
CDS 



HSDANSCA2 4163 bp mRNA PRI 09-JAN-1997 

H . sapiens mRNA for SCA2 protein. 
Y08262 

Y08262.1 GI:1770389 
SCA2 gene, 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 4163) 

Imbert,G., Saudou,F., Yvert,G. , Devys,D., Trottier, Y. , 
Gamier, J. M. , Weber, C, Mandel,J.L., Cancel, G. , Abbas, N. , 
Didierjean,0. , Stevanin,G., Agid,Y. and Br ice, A. 
Cloning of the gene for spinocerebellar ataxia 2 reveals 
with high sensitivity to expanded CAG/glutamine repeats 
Nat. Genet. 14 (3), 285-291 (1996) 
97051922 

2 (bases 1 to 4163) 
Imbert,G. 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement Of 
Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 
Location/Qualifiers 
1. .4163 

/organism="Homo sapiens" 
/isolate="DAN patient" 
/db_xref ="taxon: 9606" 
/cell_line= n lymphoblastoid" 
/clone_lib="DAN" 
/dev_stage= " adult " 
1. .2747 
/gene="SCA2 " 
<1. .2747 
/gene="SCA2 " 
/codon_start=3 
/pr ot e i n_id= " CAA6 9589.1" 
/db_xref="GI : 17703 90" 
/ db_xr e f = " S PTREMBL : Q 9 9 4 9 3 " 

/ translation= " GNGGGAFRPGSRRLLGLGGPPRPFVWLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 
QQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSVSSSSATAPSSWAATSGGGRPG 
LGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWGSKCEVQVKNGGIYEGVFKTYSP 
KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 
ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 
DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 
VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 
TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 
SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 
EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 
VLASPQAGIIPTEAVAMPIPAASPTPASPASNRAVTPSSEAKDSRLQDQRQNSPAGNK 
ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 
NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 
VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 
PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 



BASE COUNT 
ORIGIN 



1136 a 



1196 c 



908 g 



923 t 



Query Match 100.0%; Score 32; DB 9; Length 4163; 

Best Local Similarity 100.0%; Pred. No. 0.83; 

Matches 32 ; Conservative 0 ; Mismatches 0 ; Indels 

Qy 1 cgccaacccgcgcctccccgctcggcgcccgt 32 

III I li IMMII I I IIIIM I 

Db 121 CGCCAACCCGCGCCTCCCCGCTCGGCGCCCGT 152 



SEQ ID NO: 8 



RESULT 3 
HSDANSCA2 

LOCUS HSDANSCA2 4163 bp mRNA PRI 09-JAN- 

1997 

DEFINITION H. sapiens mRNA for SCA2 protein. 
ACCESSION Y08262 

VERSION Y08262.1 GI: 1770389 

KEYWORDS SCA2 gene. 
SOURCE human . 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Euteleostomi / 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 4163) 

AUTHORS Imbert,G., Saudou,F., Yvert,G., Devys,D., Trottier,Y., 

Garnier, J.M. , Weber , C, Mandel,J.L., Cancel, G., Abbas , N. , 



Duerr,A. , 

TITLE 
locus 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

Of 

FEATURES 

source 



gene 
CDS 



Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 

Cloning of the gene for spinocerebellar ataxia 2 reveals a 

with high sensitivity to expanded CAG/glutamine repeats 

Nat. Genet. 14 (3), 285-291 (1996) 

97051922 

2 (bases 1 to 4163) 

Imbert , G . 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement 

Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 
Location/Qualif iers 
1. .4163 

/organism="Homo sapiens" 

/isolate="DAN patient" 

/ db__xr e f = " t axon : 9 6 0 6 » 

/cell_line= n lymphoblastoid" 

/clone_lib= M DAN n 

/dev_stage= " adult " 

1. .2747 

/gene="SCA2 " 

<1. .2747 

/gene="SCA2 » 

/codon_start=3 

/protein_id=" CAA69589 .1" 

/db_xref="GI : 1770390" 

/ db_xr e f = " S PTREMBL : Q 9 9 4 9 3 " 



/ trans lation= "GNGGGAFRPGSRRLLGLGGPPRPFVWLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 



QQQQQPP PAAANVRKPGGSGLLAS PAAAPS PS S S S VS S S S ATAPS S WAATSGGGRPG 
LGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWGSKCEVQVKNGGIYEGVFKTYSP 
KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 



ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 

DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 

VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 

TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 

SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 

EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 

VLAS PQAG 1 1 PTEAVAMP I PAAS PTPAS PASNRAVTPS S EAKD SRLQDQRQNS PAGNK 

ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 

NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 

VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 

PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 

it 

BASE COUNT 1136 a 1196 c 908 g 923 t 

ORIGIN 



Query Match 100.0%; Score 22; DB 9; Length 4163; 

Best Local Similarity 100.0%; Pred. No. 92; 

Matches 22; Conservative 0; Mismatches 0; Indels 0; 
Gaps 0 ; 

Qy 1 gcgcctccccgctcggcgcccg 22 

IMIMIII Mill Mill Mi 

Db 13 0 GCGCCTCCCCGCTCGGCGCCCG 151 



SEQ ID NO: 12. (searched 11, but mismatched, therefore 12) 



RESULT 8 
HSDANSCA2 

LOCUS HSDANSCA2 4163 bp mRNA PRI 09-JAN- 

1997 

DEFINITION H. sapiens mRNA for SCA2 protein. 
Y08262 

Y08262 . 1 GI :1770389 
SCA2 gene . 
human . 
ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 4163) 

Imbert,G., Saudou,F., Yvert,G., Devys,D., Trottier,Y., 
Gamier, J. M. , Weber ,C, Mandel,J.L., Cancel, G., Abbas, N. , 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 



REFERENCE 
AUTHORS 



Duerr , A. , 

TITLE 
locus 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

Of 

FEATURES 

source 



gene 
CDS 



Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 

Cloning of the gene for spinocerebellar ataxia 2 reveals a 

with high sensitivity to expanded CAG/glutamine repeats 

Nat. Genet. 14 (3), 285-291 (1996) 

97051922 

2 (bases 1 to 4163) 

Imbert ,G. 

Direct Submission 

Submitted (20 -SEP-1996) G. Imbert, I.G.B.M.C., Departement 

Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 
Location/Qualif iers 
1. .4163 

/organism="Homo sapiens" 

/isolate="DAN patient" 

/ db_xr e f = " t axon : 9 6 0 6 " 

/cell_line="lymphoblastoid" 

/clone_lib="DAN" 

/dev_s tage= " adult " 

1. .2747 

/gene="SCA2 " 

<1. .2747 

/gene="SCA2 " 

/codon_start=3 

/protein_id="CAA69589 . 1" 

/db_xref="GI : 1770390" 

/db xref ="SPTREMBL:Q99493" 



/translation "GNGGGAFRPGSRRLLGLGGPPRPFWVLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 



QQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSVSSSSATAPSSWAATSGGGRPG 
LGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWGSKCEVQVKNGGIYEGVFKTYSP 



m L 



KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 

ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 

DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 

VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 

TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 

SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGSISSGL 

EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 

VLAS PQAG I I PTEAVAMP I PAAS PTPAS PASNRAVTPS SEAKDSRLQDQRQNS PAGNK 

ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 

NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 

VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 

PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 

BASE COUNT 1136 a 1196 c 908 g 923 t 

ORIGIN 



Query Match 94.1%; 
Best Local Similarity 96.3%; 
Matches 26 ; Conservative 
Gaps 0 ; 

Qy 



Score 25.4; DB 9; Length 4163; 
Pred. No. 64; 
0 ; Mismatches 1 ; Indels 0 ; 



1 cgctcggcgcccgcgcgtccccgccgc 27 

III 1 1 1 IIIMII lllllllllllll 

139 CGCTCGGCGCCCGTGCGTCCCCGCCGC 165 



SEQ ID NO: 2 



RESULT 1 
HSDANSCA2 / C 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



gene 
CDS 



HSDANSCA2 4163 bp mRNA PRI 09-JAN-1997 

H . sapiens mRNA for SCA2 protein. 

Y08262 

Y08262.1 GI:1770389 
SCA2 gene . 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

1 (bases 1 to 4163) 

Imbert, G., Saudou,F., Yvert,G., Devys,D. , Trottier,Y., 

Gamier, J. M. , Weber, C, Mandel,J.L., Cancel, G., Abbas,N., Duerr,A., 

Didierjean,0. , Stevanin,G., Agid,Y. and Brice,A. 

Cloning of the gene for spinocerebellar ataxia 2 reveals a locus 

with high sensitivity to expanded CAG/glutamine repeats 

Nat. Genet. 14 (3), 285-291 (1996) 

97051922 

2 (bases 1 to 4163) 
Imbert ,G. 

Direct Submission 

Submitted (20-SEP-1996) G. Imbert, I.G.B.M.C., Departement Of 
Genetics, B.P. 163, 67404 Illkirch Cedex, FRANCE 

Location/Qualifiers 

1. .4163 

/ organ ism= "Homo sapiens" 

/isolate="DAN patient" 

/ db_xr e f = " t axon : 9 6 0 6 u 

/cell_line="lymphoblastoid" 

/clone_lib= n DAN" 

/ devest age = "adult " 

1. .2747 

/gene='«SCA2 » 

<1. .2747 

/gene= u SCA2 " 

/ codon_start=3 

/protein_id= "CAA69589 .1" 

/db_xref="GI : 1770390" 

/ db_xr e f = " S PTREMBL : Q 9 9 4 9 3 " 

/translation "GNGGGAFRPGSRRLLGLGGPPRPFVWLLPLASPGAPPAAPTRA 
SPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLTMSLKPQQQQQQQQQQQQQQQQQ 
QQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSVSSSSATAPSSWAATSGGGRPG 
LGRGRNSNKGLPQS T I S FDG I YANMRMVH I LTSWGS KCE VQVKNGG I YEGVFKT YS P 
KCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDFVWQFKDMDSSYAKRDAFTDSA 
ISAKVNGEHKEKDLEPWDAGELTANEELEALENDVSNGWDPNDMFRYNEENYGWSTY 
DSSLSSYTVPLERDNSEEFLKREARANQLAEEIESSAQYKARVALENDDRSEEEKYTA 
VQRNSSEREGHSINTRENKYIPPGQRNREVISWGSGRQNSPRMGQPGSGSMPSRSTSH 
TSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRYQSGPNSLPPRAATPTRPPSRPP 
SRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSPKAQRHPRNHRVSAGRGS I SSGL 
EFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRLSPKTHRPRSPRQNSIGNTPSGP 
VLAS PQAGI I PTE AVAMP I PAAS PTPAS PASNRAVTPSSEAKDSRLQDQRQNSPAGNK 
ENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKKFKNDFRLQPSSTSESMDQLLNK 
NREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSSKPNSPSISPSILSNTEHKRGPE 
VTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLNPNAKEFNPRSFSQPKPSTTPTS 
PRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVPVSPGVQYQICPNSGKTSIIRVP 



BASE COUNT 
ORIGIN 



1136 a 1196 c 908 g 923 t 



Query Match 100.0%; Score 20; DB 9; Length 4163; 

Best Local Similarity 100.0%; Pred. No. 78; 

Matches 20; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy l gtggccgaggacgaggagac 2 0 

iiiiiiiiiiiiiiiiiin 

Db 433 GTGGCCGAGGACGAGGAGAC 414 



